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. Length distributions of HA-histone ChIP samples. Untreated and 3AT-induced cells carrying either HA-tagged H4 or HA-tagged H2B were cross-linked with formaldehyde and sonicated. The cross-linked chromatin was subjected to IP using immobilised anti-HA antibody. Inputs and IP samples were amplified and subjected to paired-end sequencing (PESCI). Inputs and IPs from one of two biological replicate experiments are shown. Figure S2 . Correlation of H2B loss from coding regions measured by PESCI and chromatin disruption score measured by nucleosome loss. Chromatin disruption was measured by Cole et al. (2011) as a "disruption score" equal to the nucleosome core particle occupancy on the coding region in 3AT-induced cells/occupancy in untreated cells. A total of 49 genes had a disruption score of < 0.75, indicating that > 25% of the nucleosome occupancy was lost from the gene in 3AT. The disruption scores for these 49 genes were plotted against the equivalent average occupancy ratio (3AT/untreated) for H4 or H2B, which is the average of two normalised biological replicate experiments. A ratio of 1.0 indicates no change in occupancy with 3AT. The red dashed lines indicate a direct correspondence between histone occupancy ratio and nucleosome occupancy (disruption score). Supplementary Figure S4 . Pol II density correlates with differential loss of H2B from heavily transcribed genes in both untreated and 3AT-induced cells. Strong inverse correlation between Pol II and H2B levels on the 250 most heavily transcribed genes (> 500 bp) in untreated and 3AT-induced cells. The data are expressed as IP/input ratios for each gene, normalised to the average for the entire data set. Supplementary Figure S5 . Distribution of Pol II relative to the TSS and the TES for all genes in untreated and 3AT-induced cells. All genes longer than 500 bp and with TSS/TES data available (David et al. (2006) ) were sorted according to their Rpb3 occupancy in untreated cells. The genes were separated into quintiles of 748 genes (except Quintile 5, which had 747 genes), with Quintile 1 containing the genes with the highest Pol II occupancy and Quintile 5 containing genes with the lowest occupancy. The distribution of Rpb3 (IP/input, normalised to the average) relative to the TSS or TES was determined for all quintiles using unique reads and all DNA lengths, and then plotted as a function of the distance from the TSS or the TES. The same procedure was followed using Rpb3 data for 3AT-induced cells. 
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Supplementary Tables
Summary of paired-end sequencing data. Numbers of aligned paired reads (using Bowtie2 to align to the SacCer2 version of the genome sequence). Note: An apparent PCR artefact resulted in many identical DNA fragments in the Rpb3-IPs. Identical DNA fragments were removed from the analysis by eliminating all but one copy to obtain only "unique" read pairs.
